ABSTRACT Thermoactinomyces vulgaris strain CDF was isolated from soil and shown to have the ability to degrade chicken feathers at high temperatures. Here, we report the complete genome sequence of this bacterium, which is 2,595,509 bp long with 2,642 predicted genes and an average GϩC content of 48.14%.
sequence of T. vulgaris CDF will be helpful in giving us a better understanding of the adaptation mechanism of thermophiles and to explore thermostable enzymes.
Data availability. The complete genome sequence of Thermoactinomyces vulgaris CDF has been deposited at DDBJ/ENA/GenBank under the accession number CP036487. Raw sequencing data have been deposited in the Sequence Read Archive (SRA) under the accession number SRX5581015.
ACKNOWLEDGMENTS
This work was supported in part by the National Natural Science Foundation of China (grant number 31470185) and the National Infrastructure of Natural Resources for the Science and Technology Program of China (grant number NIMR-2014-8).
